Members of the family Rhodobacteraceae, classified within the class Alphaproteobacteria, are exclusively marine or hypersaline, with characterized isolates demonstrating salt tolerance (Buchan et al., 2005) ; at the time of writing, the family contained 84 phenotypically, metabolically and ecologically diverse genera. Their global distribution seems to be related to oceanic water masses and their environmental and biogeochemical properties (Gao et al., 2006) . Two novel bacterial strains, designated ZXM100
T and ZXM098, were isolated from seawater samples in the coastal region of Qingdao, China, during a massive green algae bloom. The aim of the present study was to determine the exact taxonomic position of strains ZXM100
T and ZXM098 by a polyphasic taxonomic approach.
A seawater sample was collected from the coastal region of Qingdao (36.027 u N 120.184 u E), China in June 2008, during a massive green algae (Enteromorpha prolifera) bloom. The sample was diluted with sterile saline and spread onto marine agar 2216 (MA; Difco) plates incubated at 28 u C for 7 days. Strains ZXM100
T and ZXM098 were purified by streaking three times on MA. Cultures were maintained on MA plates and stocks were kept in sterile 0.9 % (w/v) saline supplemented with 15 % (v/v) glycerol at 280 uC. Sulfitobacter pontiacus DSM 10014 T obtained from the DSMZ (Deutsche Sammlung von Mikroorganismen und Zellkulturen GmbH, Braunschweig, Germany) was used as the reference strain and was cultured under the same conditions as ZXM100
T and ZXM098 [MA or marine broth 2216 (MB) at 28 u C], unless otherwise specified.
Cell morphology was determined by transmission electron microscopy (JEOL; JEM-1200EX) after cells had been negatively stained with 1 % (w/v) phosphotungstic acid. Gram and endospore staining were carried out using the standard method (Beveridge et al., 2007) . The presence of poly-b-hydroxybutyrate (PHB) was assessed using Nile Blue A stain under a fluorescence microscope (BH2; Olympus) (Tindall et al., 2007) .
Growth on nutrient agar (NA) and tryptone soy agar (TSA; Difco) supplemented with 3 % (w/v) NaCl was tested for 7 days at 28 u C. Growth under anaerobic conditions was determined after incubation in a dry-seal glass vacuum desiccator on MA for 3 days at 28 u C, with 10 g gallic acid and 100 ml 10 % NaOH to consume oxygen. Halotolerance was investigated using synthetic marine ZoBell broth [5 g Bacto peptone, 1 g yeast extract and 0.1 g FePO 4 in 1 l modified artificial seawater (Lyman & Fleming, 1940) ] supplied with various concentrations of NaCl (0-15 %, w/v, in increments of 1 %); all Na + was replaced by the appropriate K + in the modified artificial seawater. The temperature range for growth was determined on MA plates incubated at 0-37 u C (0, 4, 16, 22, 28 and 37 u C) for 20 days. The pH range for growth was tested at pH 2-10 (in steps of 1 pH unit) in MB with citrate/phosphate buffer (pH 2.0-7.0), Tris/HCl (pH 8.0-9.0) (Breznak & Costilow, 1994) or sodium carbonate/sodium bicarbonate (pH 10.0). Susceptibility to antibiotics was investigated on MA plates by using discs (Hangzhou Microbiology Reagent) containing different antibiotics.
Standard protocols (Tindall et al., 2007) were used to assess catalase (method 2) and oxidase activities, degradation of casein, starch, gelatin (method 2) and Tween 80 (method 2), nitrate reduction (method 1) and H 2 S production from thiosulfate (method 1). The ability to hydrolyse alginate was tested as described by Smibert & Krieg (1994) . The ability to oxidize sulfite was tested as described by Pukall et al. (1999) . Bacteriochlorophyll (Bchl) a of cells was determined in acetone/methanol (7 : 2, v/v) extracts using a TU-1810 spectrophotometer (Pgeneral) as described previously (Martens et al., 2006) . Activities of constitutive enzymes, substrate oxidation, carbon source utilization and other physiological properties were determined by using the API 20E, API 20NE, API 50CH, API ZYM strips (bioMérieux) and Gram-negative MicroPlates (Biolog), according to the manufacturer's instructions, except that sterile 3 % (w/v) NaCl was used to prepare the inocula. For Biolog MicroPlates, seawater was used instead of 3 % (w/v) NaCl.
The detailed morphological, physiological and biochemical characteristics of strain ZXM100
T and ZXM098 are given in the species description (see below) or are shown in Table  1 ; transmission electron micrographs of strain ZXM100 T are shown in Fig. 1 .
Cell mass of ZXM100
T and ZXM098 was obtained from MB after cultivation at 28 u C for 72 h and from S. pontiacus DSM 10014
T after cultivation for 20 h, when all of the communities reached the exponential stage. Cellular fatty acids were prepared and analysed according to the standard protocol described in the Sherlock System (MIDI) (Sasser, 1990) with the Sherlock version 6.0 and the included database. C 18 : 1 v7c, C 18 : 0 and C 16 : 0 were the major fatty acid components in both ZXM100
T and ZXM098. Detailed fatty acid compositions are listed in Table S1 (available in IJSEM Online).
Analyses of polar lipids and respiratory quinones of ZXM100 T were carried out by the Identification Service of the DSMZ and Dr B. J. Tindall, DSMZ, Braunschweig, Germany, using the two stage method described by Tindall (1990a, b) . The predominant polar lipids of ZXM100 T were phosphatidylglycerol, phosphatidylethanolamine, phosphatidylcholine, a single lipid and an unidentified aminolipid (Figs S2 and S3, available in IJSEM Online). The predominant isoprenoid quinone of ZXM100
T was Q-10. The polar lipid and respiratory quinone compositions are basically consistent with those of members of related genera (Table 1; Martens et al., 2006; Choi & Cho, 2006; Wagner-Döbler et al., 2004; Kurahashi & Yokota, 2007) .
The G+C content of the chromosomal DNA was determined as described by Mesbah et al. (1989) using reverse-phase HPLC. The DNA G+C contents of strain ZXM100
T and ZXM098 were 54.6 and 56.7 mol%, respectively.
DNA was extracted from strain ZXM100
T and ZXM098 and purified using a kit (BioDev). 16S rRNA genes were amplified by PCR using universal primers 8f (59-AGAGTTTGATC-CTGGCTCAG-39) and 1492r (59-GGTTACCTTGTTAC-GACTT-39) (Bosshard et al., 2000) . Purified PCR products were ligated to the pMD 18-T (TaKaRa) and cloned according to the manufacturer's instructions. Sequencing reactions were carried out using ABI BigDye 3.1 Sequencing kits (Applied BioSystems) and an automated DNA sequencer (model ABI3730; Applied BioSystems). Pairwise comparison showed that strains ZXM100
T and ZXM098 shared 100 % 16S rRNA gene sequence similarity. The near-complete 16S rRNA gene sequence (1429 nt) of strain ZXM100
T was submitted to GenBank/EMBL to search for similar sequences using the BLAST algorithm. The identification of phylogenetic neighbours and the calculation of pairwise 16S rRNA gene sequence similarities were achieved using the EzTaxon server (http://www.eztaxon.org/; Chun et al., 2007) . Sequences were aligned using CLUSTAL X1.8 (Thompson et al., 1997 ; the sequence alignment is available as Fig. S3 ). Phylogenetic trees were constructed using the neighbour-joining (Fig. 2) and maximum-likelihood (Fig. S1 ) methods with Kimura 2-state parameter model analyses implemented in the program MEGA version 5 (Tamura et al., 2007) . In each case, bootstrap values were calculated based on 1000 replicates. ZXM100
T was circumscribed to the family Rhodobacteraceae on the basis of phylogenetic analysis of 16S rRNA gene sequences and showed 95.6 % sequence similarity to Sulfitobacter delicatus LMG 20554 T , 95.5 % to Nautella italica LMG 24365 T and 95.3 % to Sulfitobacter dubius LMG 20555 T (http://www.ebi. ac.uk/Tools/msa/clustalw2/). Members of 10 genera (Sulfitobacter, Nautella, Thalassobacter, Leisingera, Roseobacter, Shimia, Marinovum, Phaeobacter, Oceanibulbus and Tateyamaria) of the family Rhodobacteraceae that showed the highest 16S rRNA gene sequence similarities (92.0-95.6 %) were chosen to construct the phylogenetic trees. However, strain ZXM100
T did not form a robust lineage in the phylogenetic trees with any species in the family Rhodobacteraceae, but formed a phylogenetically distinct lineage alongside related strains.
In conclusion, the proposal that strain ZXM100
T represents a novel species in a new genus based on phylogenetic analysis was supported by its differential morphological and physiological characteristics, i.e. (1) colourless colonies, (2) lack of flagella, (3) narrow growth temperature range, (4) better adaptation to acidic environments, (5) inability to oxidize sulfite to sulfate (sulfite oxidation is a very important property enabling members of the genus Sulfitobacter to be distinguished from other genera), (6) ability to reduce nitrate to nitrite, (7) a lower level of C 18 : 1 v7c and the presence of the unique component C 17 : 0 and (8) a lower DNA G+C content. Other characteristics that differentiate strain ZXM100
T from members of related genera are shown in Table 1 . 
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T and ZXM098 should be classified as representatives of a novel species in a new genus in the family Rhodobacteraceae, for which the name Lentibacter algarum gen. nov., sp. nov. is proposed.
Description of Lentibacter gen. nov.
Lentibacter (Len.ti.bac9ter. L. adj. lentus slow; N.L. masc. n. bacter a rod; N.L. masc. n. Lentibacter a slow-growing rod bacterium).
Cells are Gram-negative and aerobic with no flagella. Colonies are colourless. Growth temperature range is narrow and growth occurs very slowly. Growth occurs in media containing 3-9 % NaCl. Cells do not contain Bchl a. PHB is accumulated. Oxidase and catalase are positive. Cannot oxidize sulfite to sulfate. Nitrate is reduced to nitrite. C 18 : 1 v7c, C 18 : 0 and C 16 : 0 are the major fatty acid components. The polar lipids are phosphatidylglycerol, phosphatidylethanolamine, phosphatidylcholine, a single lipid and an unidentified aminolipid. The predominant respiratory quinone is Q-10. The type species is Lentibacter algarum.
Description of Lentibacter algarum sp. nov.
Lentibacter algarum (al9ga.rum. L. gen. pl. n. algarum of/ from sea-weeds, isolated from Qingdao, China).
In addition to the characteristics that define the genus, the following characteristics are observed. Cells are ovoid to 
